ABSTRACT Escherichia coli O145 strains RM14715 and RM14723 were isolated from wildlife feces near a leafy greens-growing region in Yuma, Arizona. Both strains carry a distinct genotype compared with the E. coli O145 strains isolated from Salinas Valley, California. Here we report complete genome sequences and annotations of RM14715 and RM14723.
genomes, while 578 and 457 CDSs are specific to RM14715 and RM14723, respectively. Prophages contributed largely to the strain-specific CDSs in both genomes. Among the 15 intact prophages identified by PHASTER (12, 13) in RM14715 (n ϭ 7) and RM14723 (n ϭ 8), only 2 are common. Strains RM14715 and RM14723 are classified as atypical EPEC strains since they each contain a complete locus of enterocyte effacement (LEE) pathogenicity island, but lack an E. coli adherence factor (EAF) plasmid (14) . Furthermore, several putative integration sites for Stx-converting phages are conserved in both genomes, implying their potential to evolve to STEC O145:H34. Accession number(s). The E. coli O145:H34 strain RM14715 and RM14723 genome sequences were deposited in GenBank under the accession numbers CP027104 and CP027103, respectively.
